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Blast 2 Sequences results 

PubMed Entrez BLAST OMIM Taxonomy Structure 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2.2.16 [Mar-25-2007] 



Matrix |BLQSUM62 § g ap open:Fl I gap extension: 
x dropoff: |0 I expectJlOOOOci wordsize: |3 | Filter B View option 



Standard 



Masking character option |X for protein, n for nucleotide jgj Masking color option 1 Black [Bl 
□ Show CDS translation IS1 



Sequence 1: lcl|seq_l(C. elegans PAMP - SEQ ID NO: 12) 
Length = 720 (1 .. 720) 

Sequence 2: lcl|seq_2(Mouse PAMP - SEQ ID NO: 16) 
Length = 708 (1 .. 708) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 160 bits (405), Expect = 5e-37 

Identities = 154/701 (21%), Positives = 291/701 (41%), Gaps = 83/701 (11%) 

L1IAGIRCDGFSDQVFRTLFIGEGNACYRTFNKTHEFGCQANRENENGL1VRIDKQEDFK 68 
+++AG+ CGS+ +++ CRN TH+ GCQ++ + G+I ++K+ED K 
VVLAGL-CGGNSVERKIYIPLNKTAPCVRLLNATHQIGCQSSISGDTGV1HVVEKEEDLK 82 

NLDSCWNSFYPKYSGKYWALLPVNLIRRDTISQLKSSKC-LSGIVLYNSGESIHPGDEST 127 

W + Y LL L RD + +LK + ++G+ + ++ + ++ 
W - VLTDGPNPPYMVLLEGKLFTRDVMEKLKGTTSRIAGLAV TLAKPNSTS 131 
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Query 245 DAPQLCGAMHSDNIFAFPTPIPTSPTNETIITSKYMMVTARMDSFGMIPEISVGEVSVLT 304 

+ +C + N+++ PI TS E + + ++ R+DS ++ G S + 

Sbj Ct 242 NPEIVCDPLSDYNVWSMLKPINTSVGLEPDV- -RVWAATRLDSRSFFWNVAPGAESAVA 299 

Query 3 05 SIISVLAAARSMGTQIEKWQKASN- -TSNRNVFFAFFNGESLDYIGSGAAAYQMENGKFP 3 62 

S ++ LAAA ++ KA + T +RNV F FF GE+ DYIGS Y MENGKF 

Sbj C t 3 00 SFVTQLAAAEAL - HKAPDVTTLSRNVMFVFFQGETFDYIGSSRMVYDMENGKF - 351 

Query 363 QMIRSDRTHIHPIRPNELDYILEVQQIGVAKGRKYYVHVD- - GERYQQNKTQTDRVIDRI 420 

P+R +D +E+ Q+ + ++H D ++ + K Q + ++ + 

Sbj Ct 352 PVRLENIDSFVELGQVALRTSLDLWMHTDPMSQKNESVKNQVEDLLATL 400 

Query 421 ERGLRSHAFDLEKPSGSGDRVPPASWHSFAKADAHVQSVLLAPYGKEYEYQRVNSILDK- 479 

E+ + + +PP+S F +A ++ V+LA + + + SI D 

Sbjct 4 01 EKSGAGVPEVVLRRIAQSQALPPSSLQRFLRA-RNISGVVLADHSGSFHNRYYQSIYDTA 459 

Query 480 NEWTEDERE KAIQEIEAVSTAILAAAADYVGVETDEWAKVDKKLITT 527 

EW E + + + V+T + A + G +D + +T 

Sbjct 460 ENINVTYPEWQS PEEDLNFWDTAKALANVATVLARAL YELAGGTNFS SSI QAD PQTVTR 519 

Query 528 IFDCLI- -TSNFWFDCDFMQKLDGGRYHKLFNSYGFNQKSTYISMESHTAFPTVLHWLTI 585 

+ + +N WF H L + YI++ ST V+ + 

Sbj ct 520 LLYGFLVKANNSWFQSILK- HDLRSYLDDRPLQHYIAVSSPTNTTYWQYALA 571 

Query 586 FALGSDKETLNVKSEKSCSHLGQFQAMYTYTWQPNPYTGNFS CLKSAI VKKVMVS 640 

G + + + + +Y Y+W P+ N + C++S + +S 

Sbj Ct 572 NLTGKATNLTREQCQDPSKVPNESKDLYEYSWVQGPWNSNRTERLPQCVRSTVRLARALS 631 

Query 641 PAVDSQTPEEEMNTRYSTWMESVYIIESVNLYLMEDASFEY 681 

PA + + +T YSTW ES + ++L+ E+ 

Sbjct 632 PAFEL SQWSSTEYSTWAESRWKDIQARIFLIASKKLEF 669 



CPU time: 0.03 user sees. 0.01 sys. sees 0.04 total sees. 
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PubMed 



Blast 2 Sequences results 

Entrez BLAST OMIM Taxonomy 

BLAST 2 SEQUENCES RESULTS VERSION BLASTP 2,2,16 [Mar-25-2007] 
Matrix | BLOSUM62 |fgf ga p open: |l1 1 gap extension: [j 

« cc. fn I J-in nnnri fo 1 t?:u 



Structure 



iviatnx j p^owmof ijBI gap open:LU | gap extension: u | 

x_dropoff: )0 1 expect: |l0.000l wordsize: [5 | Filter B View option I Standard 
Masking character option |X for protein, n for nucleotide P ' * * 



□ Show CDS translation 



Masking color option ) Black |B| 



Sequence 1: lcl|seq_l(C elegans PAMP - SEQ ID NO:12) 
Length = 720(1 .. 720) 

Sequence 2: lcl|seq__2(D. melanogaster PAMP - SEQ ID NO: 18) 
Length = 695 (1 ..695) 




NOTE:Bitscore and expect value are calculated based on the size of the nr database. 



Score = 115 bits (288) , Expect = 2e-23 

Identities = 116/501 (23%), Positives = 210/501 (41%), Gaps = 62/501 (12%) 

GNACYRTFNKTHEFGCQANRENENGLIVRIDKQEDFKNLDSCWNSFYPKYSGKYWALLPV 91 
G +C+R N TH+ GC + G++ I++D+LS S PY+ + + P 

GASCFRRLNGTHQTGCSSTYSGSVGVLHLINVEADLEFLLSSPPS- - PPYA PMIPP 90 

NLIRRDTISQLKSS - - KCLSGIVLYNSGESIHPGDESTAASHDAECPNAASDYYLQDKNE 14 9 
+L R+ + +LK + K +S ++L N ++ SH+ CPN S + 
HLFTRNNLMRLKEAGPKNI SWLLINRT NQMKQFSHELNC PNQYSGL NSTS 141 

EYCE RKINSRGAITRDGLMKIDWRIQMVFIDNSTDLEIIEKCYSMFNKPKEDGSS 204 

E C+ + N G GL+ D+ + +1 + + +EKC+ FN + + 
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Query 


265 
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+ T ET+ T+ K+++VT R+D+ M + +G + L A + ++ 



NV F FNGES DYIGS Y ME +FP ++ T PI + +D 



++L++ + K + T ++++R+ +S + F+L S 

FMLD I GTLDD I SN I KLHA LNGTTLAQQILERLNNYAKSPRYGFNLNIQSEMSA 414 



+PP S SF + D + +++L Y D ++T K ++ V+ 



D+ + D + KV 
- DFKSLNPDSLQMKV 487 



CPU time: 0.03 user sees. 0.01 sys. sees 0.04 total sees. 
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